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Supplementary Information
Supplementary methods
Selection of reference genes for expression analysis in colorectal cancer
A necessary initial step was to develop a method for accurately measure the levels of expression of the chosen LCTs in the matched normal and tumour mucosae from CRC patients. A common method for quantifying real time PCR data is to measure expression of the RNA of interest relatively to that of a housekeeping gene used as endogenous control under the assumption that expression of the housekeeping gene (also known as reference gene) is the same in the different samples tested. However, it has become evident that reference genes vary in expression levels in different tissues and disease states. In order to choose the three best reference genes, six candidate reference genes (PGK,
HPRT, GAPDH, RPLO, IPO8
and PPIA) were chosen amongst those reported as more stable in CRC. 4, 5 Reverse transcription followed by real time PCR using commercially available Taqman assays (Supplementary Table 1 ) was performed in triplicate on total RNA extracted from tumour and matched normal mucosa from 10 CRC patients and expression stability of these genes was analysed using GeNorm and NormFinder. 
